HiSSI: High-order SNP-SNP interactions detection based on efficient significant pattern and differential evolution Genotypes with risks equal to 1 have no effects to the disease. The parameter θ is computed conditional on specified marginal effects and disease MAFs. For Models 1-3, the marginal effect λ is 0.2; for Models 4-5, λ is 0.3. For Models 1-5, MAF is set to 0.1, 0.2 and 0.4. For Model 4, we choose α = 4, 1.5, 1.5 when MAF = 0.1, 0.2, 0.4, respectively. Model 5 is the extension of Model 1. Model 6 with a fixed heritability h 2 = 0.4, and fixed allele frequency MAF = 0.2 for both two locus. Model 7 with a fixed allele frequency MAF = 0.5 and the population prevalence P = 0.01. For all models, linkage disequilibrium r 2 is set to 0.7 and 1.0 except Model 6.
